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Tryptophan residue 32 in human Cu-Zn superoxide dismutase modulates prionlike propagation and strain selection
Abstract
Mutations in Cu/Zn superoxide dismutase 1 (SOD1) associated with familial amyotrophic lateral sclerosis
cause the protein to aggregate via a prion-like process in which soluble molecules are recruited to
aggregates by conformational templating. These misfolded SOD1 proteins can propagate aggregationinducing conformations across cellular membranes. Prior studies demonstrated that mutation of a Trp
(W) residue at position 32 to Ser (S) suppresses the propagation of misfolded conformations between
cells, whereas other studies have shown that mutation of Trp 32 to Phe (F), or Cys 111 to Ser, can act in
cis to attenuate aggregation of mutant SOD1. By expressing mutant SOD1 fused with yellow fluorescent
protein (YFP), we compared the relative ability of these mutations to modulate the formation of inclusions
by ALS-mutant SOD1 (G93A and G85R). Only mutation of Trp 32 to Ser persistently reduced the formation
of the amorphous inclusions that form in these cells, consistent with the idea that a Ser at position 32
inhibits templated propagation of aggregation prone conformations. To further test this idea, we
produced aggregated fibrils of recombinant SOD1-W32S in vitro and injected them into the spinal cords of
newborn mice expressing G85R-SOD1: YFP. The injected mice developed an earlier onset paralysis with a
frequency similar to mice injected with WT SOD1 fibrils, generating a strain of misfolded SOD1 that
produced highly fibrillar inclusion pathology. These findings suggest that the effect of Trp 32 in
modulating the propagation of misfolded SOD1 conformations may be dependent upon the "strain" of the
conformer that is propagating.
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Abstract
Mutations in Cu/Zn superoxide dismutase 1 (SOD1) associated with familial amyotrophic
lateral sclerosis cause the protein to aggregate via a prion-like process in which soluble molecules are recruited to aggregates by conformational templating. These misfolded SOD1
proteins can propagate aggregation-inducing conformations across cellular membranes.
Prior studies demonstrated that mutation of a Trp (W) residue at position 32 to Ser (S) suppresses the propagation of misfolded conformations between cells, whereas other studies
have shown that mutation of Trp 32 to Phe (F), or Cys 111 to Ser, can act in cis to attenuate
aggregation of mutant SOD1. By expressing mutant SOD1 fused with yellow fluorescent
protein (YFP), we compared the relative ability of these mutations to modulate the formation
of inclusions by ALS-mutant SOD1 (G93A and G85R). Only mutation of Trp 32 to Ser persistently reduced the formation of the amorphous inclusions that form in these cells, consistent with the idea that a Ser at position 32 inhibits templated propagation of aggregation
prone conformations. To further test this idea, we produced aggregated fibrils of recombinant SOD1-W32S in vitro and injected them into the spinal cords of newborn mice expressing G85R-SOD1: YFP. The injected mice developed an earlier onset paralysis with a
frequency similar to mice injected with WT SOD1 fibrils, generating a strain of misfolded
SOD1 that produced highly fibrillar inclusion pathology. These findings suggest that the
effect of Trp 32 in modulating the propagation of misfolded SOD1 conformations may be
dependent upon the “strain” of the conformer that is propagating.
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Introduction
Approximately 10–20% of familial amyotrophic lateral sclerosis (fALS) cases are associated
with mutations in the ubiquitously expressed superoxide scavenging cytosolic enzyme Cu-Zn
superoxide dismutase (SOD1) [1–3]. SOD1-associated ALS is generally considered to be a
“classical” phenotype, which is characterized by loss of upper and lower motor neuron function. The list of mutations in SOD1 that have been associated with ALS is ever growing and
currently stands at more than 160 mutations in the ALSoD database [4], which includes mutations that are definitively identified as dominantly inherited as well as private mutations found
in isolated cases. The mean age of disease onset for SOD1-fALS patients is 45–47 years [5],
whereas the average age of onset in sporadic ALS cases tends to be later (55–60 years of age)
[6].
The vast majority of SOD1 mutations listed in the database are missense point mutations
[4]. A subset of mutations result in early translation termination, yielding truncated proteins
that lack a portion or all of the residues encoded in the 5th and last coding exon. Although
these early truncation mutations are clearly catastrophic for enzymatic activity and protein
stability, the effect of disease associated point mutations is more variable with some mutations
having minimal impact on activity or protein half-life [7–10]. Almost all SOD1-ALS patients
are heterozygous for the mutant gene and in patients with mutations that reduce activity or
protein stability, some level of reduced enzymatic activity has been observed [11]; however,
there is no obvious correlation between residual enzymatic activity and age of disease onset or
duration [12]. Only three mutations that would be predicted to produce mRNAs that would be
degraded by nonsense mediated decay pathways are reported in the database [4], and the etiological significance of these mutations is uncertain. A pathologic feature of SOD1-linked fALS
that is commonly, but not uniformly found, is the accumulation of SOD1 immuno-reactive
inclusions in surviving spinal motor neurons [13–28]. Multiple studies have demonstrated
that fALS mutant SOD1 expressed in cultured cells is generally more prone to misfold and
aggregate than wild-type [5,29–33], and aggregation of mutant SOD1 appears to be a critical
factor in disease pathogenesis [32,34,35]. Overall, there is considerable evidence that the misfolding and aggregation of mutant SOD1 is a key event in the toxic processes that produce
motor neuron disease (reviewed in [36]).
Misfolded SOD1 has also been described as a pathologic feature of sporadic ALS using
antibodies that are more reactive to non-natively folded SOD1 than the natively folded protein
[37–39]. However, the frequency of misfolded SOD1 in sporadic ALS as a pathologic feature
has been disputed [40–42]. WT SOD1 is highly expressed in motor neurons, approaching
supersaturation, which could enhance its probability of misfolding [43]. In vitro, purified WT
SOD1 can be readily induced to aggregate into amyloid-like fibrillary structures by de-metalation (Cu) and disulfide reduction [44–54]. Within the amino acid sequence of SOD1 there are
several small sequence motifs that are inherently amyloidogenic [55]. Moreover, mice that
highly over-express WT human SOD1 develop motor neuron disease that is similar to mice
expressing mutant SOD1 [56]. Finally, in cell culture models, WT-SOD1 can support the
prion-like propagation of misfolded conformations [57,58]. Although there is clearly evidence
to support the idea that SOD1 misfolding could be involved in sporadic ALS, consensus
regarding misfolded SOD1 in spinal tissues of these patients remains elusive [42].
The misfolding and aggregation of mutant SOD1 exhibits features of prion-like propagation and conformational templating in seeding aggregation [59]. Both WT and fALS mutant
SOD1 can be induced to form fibrillary amyloid structures by de-metallation and reduction of
the intramolecular disulfide bond within the SOD1 monomer [49,52,60,61]. In in vitro assays,
using purified protein, some investigators have reported reproducible differences in the
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aggregation propensity of WT and fALS mutant SOD1 while others have not [47,48,52]. One
study of a large number of mutants used purified holo pseudo WT-SOD1, which is a variant
in which Cys residues at 6 and 111 are mutated to Ala and Ser to reduce non-specific intermolecular disulfide crosslinking. This variant designated pSOD1, is fully metallated and presumably has an intramolecular disulfide bond between residues 57 and 120. Purified pSOD1 is
slow to aggregate in vitro (days as compared to hours) and generally forms non-amyloid aggregates [62]. Mutation of pSOD1 with fALS mutations, such as A4V, A4T, G85R, G93A, and
I149T, was reported to decrease the lag phase for aggregate formation; however, other fALS
mutants such as A4S, G93D, G93V, and G93S showed little or no difference in aggregation
rates [62]. Notably, the in vitro aggregation of both WT and mutant SOD1 can be significantly
accelerated by the addition of minute quantities of pre-formed SOD1 multimeric seeds [63].
Live-imaging studies of cells that express mutant SOD1 fused to the photo-convertible fluorophore Dendra have demonstrated that intracellular aggregates of mutant SOD1 grow through
recruitment of both newly-translated and pre-existing pools of soluble precursors [64]. Moreover, in vivo prion-like transmission of misfolded SOD1 seeds has been demonstrated by the
intraspinal injection of spinal cord homogenates of paralyzed mice into mice that express low
levels of the G85R variant of human SOD1 (expressed with or without an in-frame fusion of
yellow fluorescent protein)[35,65,66]. Accelerated seeding of mutant SOD1 aggregation in
vivo by intraspinal injection has also been observed for mice that express the ALS truncation
mutant L126Z and an experimental truncation mutant terminating at residue 103 [65]. Importantly, conformational elements in the misfolded SOD1 that populates tissue homogenates
can seed SOD1-G85R to deposit as distinct pathological morphologies that propagate through
repeated rounds of in vivo seeding [65]. Collectively, these data are consistent with the idea
that misfolded conformers of mutant SOD1 can template conformational changes to naïve
SOD1 molecules by prion-like mechanisms of interaction and aggregation.
Prior studies of ALS mutant SOD1 aggregation have shown that mutation of the unique
Trp residue at position 32 of SOD1 to Ser or Phe can act in cis to suppress aggregation [38,67–
69]. Modulation of ALS mutant SOD1 aggregation by substitution of Cys 111 to Ser has also
been described [70–72]. The mutation of Trp 32 to Ser potently inhibited the ability of misfolded WT SOD1 to propagate between cells in culture [57,68,69]. Small molecules that
bind near Trp 32 can block the seeding of mutant SOD1 aggregation in cell culture models
[68,69,73]. In the present study, we used a combination of cell culture models and in vivo seeding models to examine the role of Trp 32 in modulating mutant SOD1 aggregation. The data
suggest that mutation of Trp 32 to Ser affects seeded aggregation of SOD1 in a strain-dependent manner.

Materials and methods
Cell transfections with YFP-tagged SOD1
Mutant SOD1-YFP fusion plasmids were constructed by inducing point mutations on template SOD-WT-YFP cDNA with the Quick-Change mutagenesis kit (Cat. No. 200523,
Thermo/Fisher, Waltham, MA, purchased 2014). All clones were prepared in a modified version of the pEF-Bos expression vector [74]. The presence of the desired mutation was confirmed by DNA sequence analysis. Cesium chloride purification was used to prepare the
verified DNA plasmids for transfection.
SOD-YFP fusion expression plasmids were transfected into Chinese Hamster Ovary cells
(ATCC CCL-61). The cells were originally obtained in 2008 from ATCC at which time they
were expanded and then frozen in aliquots. The cells have not be authenticated and the maximum passage number for cells used in transfection was 20. Cells were split into 12 well plates
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and incubated at 37˚C, 5% CO2 for 24 hours. At 95% confluency, cells were then transiently
transfected with 800ng of plasmid DNA and Lipofectamine 2000 (Cat. No. 11668019, Invitrogen/ThermoFisher, purchased in 2014). The transfected cells were then imaged using fluorescence microscopy in an AMG EVOSfl inverted digital microscope. Representative pictures
were taken at 24 and 48 hours after transfection at 20x magnification. Each transfection was
repeated at least three times.
The number of cells analyzed per experiment is noted in the Figure legends.

Statistical analysis of cell imaging data
For quantitative analysis of aggregate formation, random images were captured and codified
for scoring for the presence of inclusion-like structures by a blinded observer. Cells were
scored as having inclusions when the observer could clearly discern the presence of multiple
highly fluorescent puncta within the cytosol. Cells expressing the ALS variants G93A and/or
G85R were used as positive control for comparisons. Cells that were detached were generally
not counted because they were slightly out of focus relative to the flatter cells. No sample
size calculation was performed. The number of total cells counted for each construct across
the replications averaged between 60 and 213 cells per construct per experiment (see Figure
Legends). A two-tailed type-2 t-test was carried out in Excel (Microsoft Office Professional
2016, Microsoft, Redmond, WA) to determine whether the percentage of cells developing
inclusions differed between cells expressing individual constructs in a pairwise fashion. No
outliers were excluded. Given the number of cells that were counted for each construct, we
assumed a normal distribution of the data.

Immunocytochemistry with C4F6 antibody
For immunocytochemistry, the cells were split onto cover slips (Cat. No. 12546, Fisher Scientific, Waltham MA) that were coated with Poly-D-Lysine (Cat. No. P8920, Sigma Aldrich,
St. Louis, MO) the day before transfection. At 24 and 48 hours, the cells were fixed in 4% paraformaldehyde for 10 minutes. Following a brief 1× PBS wash, the fixed cells were permeabilized in ice-cold methanol for 5 minutes. After another wash in PBS-T, a 20% normal goat
serum solution in PBS-T was used as means to block the cells for 30 minutes at room temperature. The cells were then incubated for 24 hours at 4˚C in the primary antibody, C4F6 (Cat.
No. MM-0070-2, Medimabs, Quebec, CA, purchased 2014), which was diluted in a 10% goat
serum/PBS-T solution. The cells were washed in PBS-T prior to the addition of goat antimouse AlexaFlour-568 (Cat. No. A11004, Invitrogen/ThermoFisher, purchased 2014) secondary antibody and DAPI reagent in dilutions of 1:2000 each in a solution of 10% normal goat
serum /PBS-T. The cells were finally washed with PBS and mounted onto glass slides (Cat. No.
1255015, Thermo/Fisher, purchased 2014) using Vectashield mounting medium (Cat. No.
H1200, Vector Laboratories, purchased 2014). Pictures were taken at 20× magnification on an
Olympus BX60 epifluorescence microscope.

Recombinant SOD1 production
Expression vectors encoding human SOD1 and the yeast copper chaperone for SOD1 (pACAyCCS-hSOD1) for bacterial expression were a gift from Professor Mikael Oliveberg (Stockholm University, Sweden). Plasmids encoding W32S constructs were designed in-house and
generated by Genscript using site directed mutagenesis (Piscataway, NJ, USA). SOD1 expression and purification was performed as previously described [75,76]. The pACA forward
yCCS hSOD1 expression vectors were transformed in BL21(DE3) E.coli, followed by induction
of cultures with isopropyl β D-1thiogalactopyranoside (IPTG) in the presence of CuSO4 and
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ZnSO4. Following lysis and SOD1 precipitation using ammonium-sulfate, SOD1 was purified
by size exclusion chromatography (Superdex™ 200, 10/300 GL, Cat. No. 15-5175-01, GE
Healthcare Lifesciences, Pittsburgh, PA, purchased 2015,) and anion exchange chromatography (HiPrep™ DEAE FF 16/10, Cat. No. 28-9365-41, GE Healthcare Lifesciences, purchased
2013). SOD1 purity was determined by reducing SDS-PAGE and mass spectrometry with samples then being snap frozen in liquid nitrogen and stored at -20 ˚C in aliquots for later use.
Protein concentration was determined using bicinchoninic acid protein assay.

SOD1 fibrillization in vitro
Purified recombinant SOD1 was demetallated as described previously [77]. Briefly, purified
SOD1 was dialyzed in a 10,000 Da Slide-a-lyzer (Cat. No. 69576 or Cat. No. 88404, depending
on volume, ThermoFisher, purchased 2013 and 2015) against 100 mM sodium acetate, pH 3.8
overnight, followed by dialyzing against 100 mM sodium acetate, pH 3.8 and 10 mM EDTA
overnight. The recombinant SOD1 was then dialyzed in successive solutions of chelexed 100
mM sodium acetate, pH 3.8 overnight and chelexed in 20 mM potassium phosphate, pH 7.0
overnight.
50 μm of apo SOD1 was fibrilized in 20 mM potassium phosphate, pH 7.2 with the addition
of 10 mM TCEP. For those samples used for screening fibril formation, 4 μm Thioflavin T was
added, whereas no Thioflavin T was added to those samples to be used as inoculum. Two hundred microliters of the protein solutions were incubated in a 96-well plate with the addition of
a Teflon ball (1/8-in diameter) at 37˚C with constant agitation in a Synergy HT plate reader
(BioTek Instruments, Winooski, VT). Fluorescence measurements were recorded every 15
min using a λex = 440/30 filter to excite and a λem = 485/20 filter to detect emission using the
Gen5 software (v1.10.8).
The presence of aggregates was confirmed by filter trap assay as previously described [65].
The membrane was then immunoblotted using the hSOD1 antibody at 1:2500 and imaged
using the Pxi blot imaging system (Syngene, Frederick, MD).

Animal inoculations
All studies involving mice were approved by the Institutional Animal Care and Use Committee (IACUC) at the University of Florida (Protocol Number 201508784) in accordance with
the NIH guidelines. Mice expressing the G85R-SOD1: YFP transgene were originally obtained
from Dr. Arthur Horwich (Yale University, New Haven, CT) [78]. All animals were housed
one to five to a cage and maintained on ad libitum food and water with a 14-h light and 10-h
dark cycle. Both males and female mice were used for injection. Spinal injection in neonatal
mouse pups were performed as previously described [35]. Briefly, P0 neonatal G85R-SOD1:
YFP mice on the FVB/NJ background were cryoanesthetized and injected with 1 μl of inoculum, slowly in the vertebral column. After the procedure, mice were monitored to ensure full
mobility and no signs of impairment. All animals fully recovered from the injections and no
medications were required. Entire litters of newborn G85R-SOD1: YFP mice were chosen at
random for injection with a single inoculum. Otherwise, no randomization was performed to
allocate subjects in the study.

Tissue collection and fluorescence microscopy
Mice that reached an age endpoint, or exhibited bilateral hindlimb paralysis, were euthanized
by anesthetization with isoflurane, which is a fast acting inhaled anesthetic that is approved for
use in mice. Once animals were non-responsive to foot-pinch, the chest cavity was opened and
the animal was exsanguinated by transcardial perfusion with 20 ml of PBS, and the brain and
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spinal cord were immediately removed and placed in dry ice, for biochemical studies, or in 4%
paraformaldehyde for 24–48 h at 4 ˚C. Fixed tissue was then impregnated with 30% sucrose in
PBS, mounted in OCT media (Cat. No. 4583, Sakura Finetek, The Netherlands), sectioned to
30 μm using a cryostat, and placed in a dish containing anti-freeze solution (100 mM sodium
acetate, 250 mM polyvinylpyrrolidone, and 40% ethylene glycol) at pH 6.5. Sections were then
mounted onto slides, air-dried overnight, and coverslipped in mounting media containing
DAPI (Cat. No. H1200, Vector Laboratories, Burlingame, CA, purchased 2014). For some
experiments, we used an Olympus DSU-IX81 Spinning Disc Confocal microscope, controlled
by Slidebook software (v4.2, Intelligent Imaging Innovations, Inc, Denver, CO). We also used
a laser-scanning confocal microscope Nikon A1RMP image system with a Nikon A1R scanner,
Nikon A1-DUG 4 channel filter-based detector unit and Nikon LUNV Laser Launch (6 lines)
with a 40× objective, or a 60× water immersion objective. The excitation/emission wavelengths
during acquisition were 488 nm/492–557 nm for GFP. Images were processed using Nikon
NIS-Elements software v4.5 (Nikon Instruments, Inc., Melville, NY).

Results
In vivo induction of motor neuron disease by transmission of recombinant
W32S-SOD1 fibrils
In previous studies, we have demonstrated the ability to induce motor neuron disease (MND)
in mice that express G85R-SOD1: YFP at low levels by injecting recombinant WT SOD1 that
had been fibrilized in vitro [65]. To determine whether the W32S substitution could inhibit
the in vivo seeding of G85R-SOD1: YFP aggregation, we prepared recombinant WT-SOD1
and W32S-SOD1 fibrils as described in Methods (S1 Fig). To standardize for the amount of
fibrils produced in the assay, we assessed the levels of large aggregates by filter trap assay and
observed a ~5 fold greater level WT-SOD1 fibrils than W32S-SOD1 fibrils in our preparations
(Fig 1a). We therefore diluted the WT-SOD1 fibrils 5-fold and injected this preparation, along
with undiluted W32S-SOD1 fibrils, into the spinal cords of G85R-SOD1: YFP mice at postnatal day P0 to test for MND induction. We injected the diluted WT-SOD1 fibrils into 5 G85RSOD1: YFP mice, with 3 developing MND with an average time to end-stage of 11.53 ± 0.5
months (Table 1, Fig 1b). Of the 8 G85R-SOD1: YFP mice injected with W32S-SOD1 fibrils, 4
developed MND with an average time to paralysis of 9.4 ± 1.2 months (Fig 1b). The other 4
mice were aged to at least 15 months p.i. and developed no signs of paralysis (Table 1). We performed a second passage by injecting a naïve litter of P0 G85R-SOD1: YFP mice with spinal
cord homogenate prepared from paralyzed mice that had received the W32S-SOD1 injections.
From these injections, all 3 G85R-SOD1: YFP injected mice developed MND with a time to
disease end-stage of 5.6 ± 0.1 months. For comparison, we also generated fibrils from recombinant SOD1 encoding the G93A and G85R mutations associated with ALS. These preparations
also induced accelerated MND with the G93A preparation showing the highest efficacy
(Table 1). Overall, the ability of the W32S fibrils to induce MND and seed G85R-SOD:YFP
inclusion pathology appeared to be relatively similar to WT or ALS mutant SOD1 fibrils.
The spinal cords of paralyzed mice injected with W32S-SOD1 fibrils displayed an abundance of skein-like inclusions primarily localized within neuronal cell bodies (Fig 1c). By contrast, the inclusion pathology of paralyzed G85R-SOD1: YFP mice injected with G93A or
G85R SOD1 fibrils was localized primarily in the neuropil. In the mice injected with the G93A
fibrils, the inclusions appeared to be long fibrils (Fig 1d) whereas in mice injected with the
G85R fibrils the inclusions appeared more punctate (Fig 1e). The skein-like inclusion pathology induced by recombinant W32S SOD1 fibrils was also observed in paralyzed mice inoculated with the second-passage spinal homogenates (Fig 1f). The spinal cords of paralyzed mice

PLOS ONE | https://doi.org/10.1371/journal.pone.0227655 January 30, 2020

6 / 21

Try32 in SOD1 and prion-like propagation

Fig 1. Recombinant W32S-SOD1 fibrils induced disease in G85R-SOD1: YFP transgenic mice. A) In vitro fibrilized recombinant
SOD1 was quantified by filter trap assay (n = 3). B) Fibrils of W32S-SOD1 or WT-SOD1 (diluted 5-fold) were injected into the
spinal cords of G85R-SOD1: YFP mice at postnatal day P0. Upon disease induction in a G85R-SOD1: YFP mouse injected with
W32S-SOD1 fibrils, the spinal cord from this mouse was homogenized and injected into naïve G85R-SOD1: YFP mice (W32S !
G85R-YFP). C-E) G85R-SOD1: YFP inclusion pathology was visualized at the endstage of disease in mice injected in the spinal cord
at postnatal day P0 with recombinant fibrils as indicated in the figure. F-G) Inclusion pathology in G85R-SOD1: YFP mice
inoculated with 2nd passage spinal homogenates from mice initially injected with WT or W32S SOD1 fibrils. Scale bars in panels
C-G are 20 μm. The images in panels C-E were captured at 40 x on a Nikon confocal microscope. The images in F and G were
captured at 60 x on either a Nikon confocal or an Olympus spinning disk confocal, respectively.
https://doi.org/10.1371/journal.pone.0227655.g001

injected with second passage spinal homogenates from mice initially inoculated with
WT-SOD1 fibrils also produced neuronal skein-like inclusions, but there were also abundant
fibrillar inclusions distributed in the neuropil (Fig 1g; also see [41]). Altogether, these findings
suggest that a fibrillar aggregate of SOD1 with the W32S substitution is capable of supporting
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Table 1. Transmissibility of recombinant SOD1 fibrils by intraspinal injection into newborn G85R-SOD1: YFP
mice.
rec SOD1 protein

Fibrils visible by EM

Induced Paralysis in P0 injected G85R:YFP mice (age range)

WT (1:5)

yes

3 / 5 (11.0–11.8 mo) (2 disease-free @ 16 mo)

W32S

yes

4 / 8 (7.1–12.6 mo (4 disease-free @ 16mo)

G85R

not done

6 / 7 (8.4–15.9) (1 disease-free @ 16 mo)

G93A

yes

10 / 10 (8.0–15.0 mo)

https://doi.org/10.1371/journal.pone.0227655.t001

conformational templating to induce the misfolding of G85R-SOD1: YFP in vivo, producing a
misfolded conformer that adopts distinct pathological morphologies.

Effects of the W32S-SOD1 mutation on SOD1 aggregation in an in vitro
cell model
To determine the ability for amino substitutions at tryptophan 32 (W32) to suppress aggregation of ALS mutant SOD1, we employed a cell model system that we have used in prior studies
[71,79–81]. We generated SOD1: YFP fusion constructs as described in Methods and transfected these into Chinese Hamster Ovary (CHO) cells. CHO cells were chosen due to their flat
morphology, which allowed for clear depictions of the localization of fluorescent protein and
intracellular inclusions. In these over-expression paradigms, any cell specific factors that could
modulate aggregation, such as chaperones, are overwhelmed and the model provides a reasonable estimate of the inherent aggregation tendencies the protein [82]. Initially, we generated 3
variants of SOD1 with substitutions of W32 in order to compare each single mutation (W32S,
W32F, W32Y) against wild type SOD1: YFP fusion. The W32F and W32Y mutations were generated to preserve the aromatic side-chain for comparison. None of these substitutions induced
aggregation and inclusion formation when examined 24 or 48 hours post-transfection (S2 Fig).
In order to examine the effect of W32 substitutions on SOD1 folding, we performed immunocytochemistry using the C4F6 antibody, which when used in immunocytochemistry in fixed
cells appears to recognize an altered conformation that is specific for mutant SOD1 [41]. In
prior studies of cells expressing A4V-SOD1: YFP, we noted that C4F6 reactivity to inclusion
structures that formed was variable; however, strong reactivity to diffusely distributed mutant
protein was observed [82]. We observe a similar pattern here in that the inclusions formed by
G93A-SOD1: YFP were weakly reactive (Fig 2, arrows) as compared to the diffusely distributed
protein producing diffuse YFP fluorescence. C4F6 was also strongly reactive to cells expressing
G85R-SOD1: YFP, but not to cells expressing WT-SOD1: YFP or cells expressing W32S-,
W32F-, or W32Y-SOD1: YFP (Fig 2; 24 h shown in S3 Fig). These data indicate that W32 substitutions do not induce conformational changes associated with FALS mutations.
We then generated double mutants in which FALS mutations (G85R or G93A-SOD1: YFP)
were each combined with the W32 substitution. Images of transfected cells were captured at
24 hours using fluorescence microscopy (S4 and S5 Figs). The presence of inclusion structures
amongst all fluorescing cells was then quantified to determine the percentage of cells that harbor aggregates. At 24 hours post-transfection, the combination of W32S, W32F, or W32Y with
G85R produced reductions (> 2.5-fold reduction) in the percentage of cells with inclusions
(Fig 3A). For the G93A mutation, only the W32S substitution suppressed inclusion formation
by ~15-fold (Fig 3A). At 48 hours post-transfection, only the W32S substitution in either
G85R or G93A-SOD1: YFP significantly reduced the percentage of cells forming inclusions
(Fig 3B). Collectively, the data indicate that the W32S substitution robustly and persistently
suppresses inclusion formation by G85R- or G93A-SOD1: YFP.
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Fig 2. Aggregation assay of SOD1 with single mutant variations at Trp 32. CHO cells were transiently transfected
with WT-SOD1: YFP and compared to SOD1: YFP with mutations of Trp 32 to Ser, Phe, and Tyr. Cells were fixed and
immunostained with C4F6 antibody at 48 hours post-transfection. As compared to positive control cells expressing
G85R and G93A-SOD1: YFP, we observed no aggregation of the Trp 32 mutants and no reactivity to C4F6. The images
shown are representative of images captured from 3 independent transfection experiments. The number of cells
analyzed per experiment ranged from 45 to 171. Examples of cells transfected with G85R or G93A SOD1: YFP that
scored has having inclusions are marked by arrows.
https://doi.org/10.1371/journal.pone.0227655.g002
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Fig 3. Quantification of SOD1: YFP aggregation at 24 and 48 hours post-transfection. CHO cells were transiently
transfected with expression vectors for the various SOD1: YFP constructs and images of the cells were captured at 24
and 48 hours (see S3 and S4 Figs). The effects of substitutions at Trp 32 on SOD aggregation were compared to
constructs expressing either G85R or G93A-SOD1: YFP. The data for transfection with WT-, G85R-, and G93A-SOD1:
YFP are averages from 6 independent experiments. All other data are from three independent transfections. For all
experiments, random images were captured and examined by an observer blind to genotype. The number of total cells
counted for each construct across the replications averaged between 60 and 213 cells per construct per experiment. A
two-tailed type-2 t-test was used to determine whether the percentage of cells developing inclusions differed between
cells expressing individual constructs in a pairwise fashion. � p<0.05 for comparison of cells expressing WT to cells
expressing G85R- or G93A-SOD1: YFP. �� p<0.05 for comparison of cells expressing G85R-SOD1: YFP to cells
expressing W32S/G85R-, W32F/G85R-, or W32Y/G85R-SOD1: YFP. ��� p<0.05 for comparison of cells expressing
G93A-SOD1: YFP to cells expressing W32S/G93A-, W32F/G93A-, or W32Y/G93A-SOD1: YFP.
https://doi.org/10.1371/journal.pone.0227655.g003
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To determine whether the W32S mutation mitigates the misfolding caused by the G85R
mutation, we examined the relative ability of G85R and W32S-G85R-SOD1: YFP to bind the
C4F6 antibody. We focused on the G85R variant because the C4F6 antibody was raised against
G93A SOD1 [83] and the epitope for the antibody spans residues 90 to 96 and includes the
mutated residue [41,84]. Reactivity of the G85R mutant with C4F6 is more reflective of conformational changes near the Gly residue at 93 to expose the epitope for antibody binding. In this
experiment, the inclusions formed by G85R-SOD1: YFP were weakly reactive (Fig 4, arrows)
as compared to the diffusely distributed protein producing diffuse YFP fluorescence. The double mutant W32S-G85R:SOD1: YFP was similarly highly reactive with the C4F6 antibody

Fig 4. The W32S/G85R-SOD1: YFP retains reactivity with the conformational antibody C4F6. CHO cells were
transfected and after 48 hours they were fixed and then immunostained as described in Methods. The single mutant
G85R-SOD1: YFP was transfected alongside as a positive control. Three separate transfection experiments were
performed and after immunostaining the percentage of cells expressing G85R-SOD1: YFP and W32S/G85R:SOD1:
YFP that were reactive to C4F6 was determined by an observer blind to genotype. The total number of cells counted
for each construct was ~300. No significant difference in C4F6 reactivity between the cells expressing these YFP fusion
constructs was detected. Examples of cells transfected with G85R-SOD1: YFP that scored has having inclusions are
marked by arrows.
https://doi.org/10.1371/journal.pone.0227655.g004
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(Fig 4), and quantification of images from these cells demonstrated no significant difference in
the percentage of cells that were C4F6 reactive relative to cells expressing G85R-SOD1: YFP
(Fig 4). These data indicated that although the W32S substitution decreased the formation of
inclusions by G85R-SOD1: YFP, the misfolding caused by the G85R mutation that exposes
Gly 93 to C4F6 binding was not completely mitigated.

C111S-SOD1 mutation is unable to suppress SOD1 aggregation in an in
vitro cell model
Amino acid substitutions at Cys 111 have also been shown to modulate the aggregation of
SOD1, particularly mutation of Cys 111 to Ser [70–72]. To compare the effect of C111S to
W32S, we performed aggregation assay studies with constructs, substituting Cys 111 for Ser
(C111S) in WT, G93A, and G85R, SOD-YFP fusion plasmid DNA. These constructs were then
transiently transfected into CHO cells in triplicate, with representative pictures taken at 24 and
48 hours (S6 Fig). After scoring for presence of aggregates and tabulating a total percentage of
cells with aggregates amongst total fluorescing cells, the data were graphed and analyzed by ttest (S7 Fig). These data showed that the C111S substitution did not suppress inclusion formation by the G85R or G93A variants at either 24 or 48 hours post-transfection.

Discussion
In the present study, we have investigated the role of a Trp residue at position 32 in SOD1 in
modulating its ability to propagate and template aggregation. Previous studies have reported
that amino acid substitutions at Trp 32 can act in cis to suppress the aggregation of ALS mutant
SOD1[57,67]. In cell models of SOD1 misfolding and propagation, mutations of Trp 32 to Ser
produced dramatic reductions in the ability of SOD1 to be seeded by exogenous mutant SOD1
aggregates [57]. Somewhat surprisingly, we observed that recombinant SOD1 encoding the
W32S variation induced MND and induced inclusion pathology when injected into the spinal
cords of newborn G85R-SOD1: YFP mice. We further observed that these inclusions were
morphologically distinct from the pathology induced by G93A or G85R SOD1 fibrils. While
the inclusions in G85R-SOD1: YFP mice injected with the W32S fibrils resembled the pathology of animals injected with WT fibrils, there were also distinctive features. In this study, we
also used a paradigm in which the aggregation of ALS-mutant SOD1 was monitored by visualizing the formation of inclusions in cells expressing SOD1 variants fused to YFP. This method
is not only technically very simple, but the level of fluorescence of the YFP tag allows easy
assessment of whether similar levels of expression have been achieved. We show that experimental mutation of Trp 32 to Phe, Tyr, or Ser does not induce SOD1: YFP to form inclusions
or increase the reactivity of SOD1 with C4F6 antibody. When we combined each of these mutations with either the G85R or G93A ALS mutations in cis, only the mutation of Trp 32 to Ser
produced a robust and persistent reduction in the percentage of cells that developed inclusions.
Mutation of Trp 32 to Phe in the context of either G85R or G93A ALS mutations reduced
aggregation at 24 hours post-transfection, but not at 48 hours. Mutation of Trp 32 to Tyr modestly suppressed aggregation of G85R-SOD1: YFP but had no effect on G93A-SOD1: YFP.
Interestingly, although the Trp 32 Ser mutation suppressed inclusion formation by G85RSOD1: YFP, this protein was highly reactive to C4F6 antibody. This finding indicates that
W32S-G85R-SOD1: YFP is at least partially misfolded such that Gly 93 is exposed to enable
C4F6 binding [41]. Our results support the hypothesis that substitution of Trp 32 to Ser somehow uniquely disrupts the assembly of misfolded mutant SOD1 into inclusion-like structures.
Previous work identified several amyloidogenic segments in the SOD1 amino acid sequence, one of which encompasses W32 (30KVWGSIKGL38) [55]. It is possible that this segment
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is responsible for the nucleation of aggregates in cultured cells and that the W32S substitution
disrupts this fibrillation propensity, an idea supported by the lack of visible aggregates in our
cell culture model. Although in cell culture the W32S mutation was capable of blocking inclusion formation in cis, we discovered recombinant W32S SOD1 purified from E coli could be
made to aggregate in vitro to produce Thioflavin-positive fibrils. These fibrils potentially
nucleated through a different sequence segment [55], resulting in fibrils with a different morphology that could explain the observed G85R-SOD1: YFP aggregate morphology differences
between mice inoculated with either WT-SOD1 or W32S-SOD1 fibrils.
The differences in in vitro and in-cell nucleation and aggregation could be explained by the
different environments of the assays. One aspect of the in vitro SOD1 fibrillation protocol is
that a reducing agent, such as TCEP, must be present to prevent the formation of amorphous
aggregates through random disulfide oxidation. A side effect of TCEP is that it will reduce the
normal intramolecular disulfide bond that stabilizes native structure, causing the protein to
monomerize, unfold, and aggregate [85,86]. Additionally, unlike the crowded cellular environment W32S-SOD1 faces in the cell culture experiments, in which proteases, chaperones and a
multitude of other protein modifying enzymes can affect its folding, the in vitro assay is a cellfree environment and lacks these selective pressures. Our ability to generate fibrillar aggregates
of W32S-SOD1 set the stage for allowing us to assess whether the Ser substitution might affect
the in vivo seeding of mutant SOD1 aggregation.
In prior studies, we have shown that transgenic mice expressing G85R-SOD1: YFP at low levels can be induced to develop MND by the injection of spinal tissues harvested from paralyzed
mice expressing the G93A, G37R, or L126Z mutations of SOD1 that cause ALS [65]. Accelerated
MND could also be induced in these mice by injection of recombinant WT SOD1 that had been
incubated to produce Thioflavin-positive fibrillar aggregates [65]. To assess whether the W32S
substitution might also attenuate the ability of recombinant SOD1 fibrils to penetrate the CNS
and induce the misfolding of mutant SOD1, we fibrilized recombinant W32S-SOD1 in vitro.
The injection of W32S-SOD1 fibrils into the spinal cords of new born G85R-SOD1: YFP mice
produced MND with abundant inclusion pathology at a relatively high frequency. The morphology of pathologic inclusions observed in G85R-SOD1: YFP seeded with W32S fibrils appeared
to be distinct from what we have previously seen by injection of WT SOD1 fibrils [65]. Notably,
in previous work we observed that the morphology of pathologic inclusions produced by WT
SOD1 fibrils was distinct from what was induced by injection of spinal homogenates from
G93A mice [65]. Here, we also observed distinct pathologies in mice injected with recombinant
fibrils prepared with the G93A or G85R SOD1 mutations. Interestingly, the pathology of
G85R-SOD1: YFP mice injected with recombinant G93A fibrils was distinct from what we had
previously observed when spinal homogenates of paralyzed G93A mice were used to seed MND
[65]. In the latter case, the inclusion pathology showed a punctate morphology within the neuropil [65]; whereas, the recombinant fibrils of G93A protein induced inclusions with an elongated
fibril-like appearance. Collectively, these data are consistent with the idea that the G85R variant
of SOD1 is susceptible to conformational templating in which distinct misfolded conformers are
propagated to produce molecules that assemble in pathologically distinct inclusions. When the
seed used to induce MND in this model encodes the W32S mutation, we observe little impact
on the ability of the seed to template the misfolding of G85R-SOD1: YFP.
The concept that misfolded SOD1 can adopt multiple conformers is akin to the manifestation of distinct strains of prions. Mice that express different variants of SOD1 accumulate
misfolded forms of the protein that exhibit unique signatures of antibody reactivity [87] that
are retained when used to induce MND by prion-like transmission to mice expressing
G85R-SOD1 [66]. In mice that express G85R-SOD1 fused by YFP, the evidence for strains
of misfolded mutant SOD1 manifests by distinctive morphologies of the inclusion pathology
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that forms initially, and the ability of this distinctive pathology to persist after serial passage
to naïve G85R-SOD1: YFP mice [65]. The existence of distinct strains of misfolded SOD1 is a
complicating factor in interpreting the outcomes of our study. The observed ability of recombinant W32S-SOD1 to seed the misfolding of G85R-SOD1: YFP in vivo may be unique to the
strain of misfolded SOD1 conformer that was generated in vitro.
The observation that the W32S mutation does not reduce the binding of G85R-SOD1: YFP
by the C4F6 antibody suggests that the conformation of the protein around residues 90–96
remains open and accessible. The W32S substitution may suppress the aggregation of G85R
or G93A-SOD1: YFP by inhibiting macromolecular interactions in the assembly of larger
aggregates. The Trp 32 residue has been suggested to play a role in protein-protein interactions
between wild type and mutant G85R SOD1 polypeptides [38]. Other studies have suggested
that oxidative modification of Trp 32 could play a role in the misfolding of mutant SOD1
[67,88]. Notably, SOD1 dimers cross-linked at W32 by oxidative modification have also been
isolated in vitro [88]. Our data are consistent with the view that aromatic oxidation could be
an important step in the formation of aggregates, since replacing Trp 32 with aromatic amino
acids that oxidize more slowly, Phe and Try, decreased the percentage of cells with inclusions
at 24 hours whereas as replacement of Trp 32 with Ser, a non-aromatic amino acid, essentially
blocked inclusion formation.
The role of the Cys residue at position 111 of human SOD1 has similarly been the subject
of previous study in the aggregation of mutant SOD1. It has been proposed that peroxidation
at Cys 111 promotes formation of insoluble aggregates by inducing conformational changes
and dissociating the protein’s normal homodimer into oligomeric units [89]. It has also been
proposed that oxidation of Cys 111 could produce aberrant intermolecular disulfide bonds
that promote aggregation [47,72]. Mice expressing the H46R ALS mutation with mutation of
Cys 111 to Ser showed delayed disease onset relative to mice expressing H46R SOD1 [90]. In
prior studies, Karch and Borchelt observed that mutating Cys 111 to Ser in human G85R
SOD1 dramatically reduced its ability to form detergent insoluble aggregates within 24 hours
[70]. However, our study here demonstrates that the suppressive effect of the Cys 111 mutation
to Ser was not apparent in our visual assay of G85R-SOD1: YFP aggregation. It is notable that
the addition of the YFP tag to the C-terminus of SOD1 is probably not entirely benign even
though WT SOD1 fused to YFP appears to be soluble [82] and SOD1 fused to GFP appears to
be fully active and correctly dimerized [91]. It is possible that the combined effects of the YFP
tag with the G85R mutation impose too great of an impact on SOD1 folding and aggregation
to be mitigated by the mutation Cys 111 to Ser. Within the constraints of our assay system, our
data suggest that the modification of Trp 32 to Ser is most efficacious in suppressing the
assembly of mutant SOD1 into inclusion-like aggregates.
While we lack a precise understanding of how SOD1 aggregation causes the symptoms of
fALS, our studies are consistent with the idea that oxidative modification of Trp 32 could play
a role in promoting the misfolding and aggregation of mutant SOD1 [67]. Our studies also
lend further credence to the hypothesis that SOD1 aggregation may involve a templating
mechanism, in which aberrant folded mutant SOD1 protein interacts with either naïve or
more natively folded protein to promote aggregation [38]. Further studies of the mechanism
by which Trp 32 in SOD1 mediates the assembly of mutant SOD1 into larger aggregates may
reveal potential avenues for therapy. Indeed, a recent study demonstrated that 5-fluoruridine,
a compound that binds to SOD1 in a pocket that includes Trp 32, can attenuate the induced
aggregation of SOD1:GFP in cultured cell models [73]. It may be of interest to generate transgenic mice that express mutant SOD1 with Trp 32 mutations to further explore the role of this
residue in the macromolecular interactions that produce mutant SOD1 aggregates.
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Supporting information
S1 Fig. Thioflavin T curves of recombinant SOD1 fibril production. Apo WT SOD1 and
apo W32S SOD1 were fibrilized in the presence of a reducing agent at 37˚C with constant agitation. Thioflavin T fluorescence was measured every 15 minutes for 16 hours. Both proteins
revealed an increase in fluorescence over time indicating the formation of SOD1 fibrils.
(TIF)
S2 Fig. Aggregation assay for single mutant W32 SOD1: YFP. To determine if SOD1 can
withstand substitutions at tryptophan 32 without a change in aggregation propensity, CHO
cells were transiently transfected with plasmids for the overexpression of WT, W32F, W32Y
and W32S SOD1-YFP. The cells were then imaged using fluorescence microscopy 24 and 48
hours after transfection. The images shown are representative pictures taken from 3 independent experiments. No significant change in the attenuation of aggregates was observed.
(TIF)
S3 Fig. Comparisons of SOD1: YFP expression versus C4F6 structural antibody activity on
W32 substitutions on SOD1. The cells were fixed and stained 24 hours after transfection as
described in the methods section. Wild type SOD1: YFP and mutant G85R SOD1: YFP served
as a negative and positive controls respectively. The images shown are representative of 3 independent experiments. Mutations on the codon for SOD1 tryptophan position 32 show virtually
no C4F6 selectivity, suggesting SOD1 can withstand mutations at tryptophan 32 without misfolding.
(TIF)
S4 Fig. Representative images for G85R SOD1: YFP double mutant aggregation. In order
to ascertain if mutations at tryptophan 32 are capable of modulating inclusion formation in
misfolded SOD1, plasmids encoding the various G85R SOD1: YFP single and double mutations were transiently transfected into CHO cells. Images were taken using fluorescence
microscopy at 24 and 48 hours after transfection and subsequently quantified (see Fig 2). The
images depicted are representative images from 3 independent experiments.
(TIF)
S5 Fig. Representative images for G93A SOD1-YFP double mutant aggregation assay. Plasmids for expression of either single or double mutant G93A SOD1: YFP were transiently transfected into CHO cells and then imaged at 24 and 48 hours using fluorescence microscopy.
Images were then quantified for changes in tendency for inclusion formation (See Fig 2). The
images depicted are representative of 3 independent experiments.
(TIF)
S6 Fig. C111S aggregation assay representative images. CHO cells were transfected with the
various C111S single and double mutant SOD1: YFP cDNA constructs and then imaged 24
and 48 hours after transfection with fluorescence microscopy. Images were then quantified for
the presence or absence of aggregates. The images shown are representative images from 3
independent experiments. No observable change in inclusion formation from G85R and
G93A single mutant controls was observed.
(TIF)
S7 Fig. Analysis of C111S mutation on the aggregation of G85R and G93A-SOD1: YFP.
The ability of C111S to suppress aggregation of ALS mutant SOD1 was examined by transient
transfection of CHO cells. The data for transfection with WT-, G85R-, and G93A-SOD1: YFP
are averages from 6 independent experiments. All other data are from three independent
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transfections. For all experiments, random images were captured and examined by an observer
blind to genotype (S5 Fig for examples of images). The number of total cells counted for each
construct across the replications averaged between 79 and 175 cells per construct per experiment. A two-tailed type-2 t-test was used to determine whether the percentage of cells developing inclusions differed between cells expressing individual constructs in a pairwise fashion.
The introduction of the C111S substitution to G85R or G93A-SOD1: YFP did not significantly
reduce the number of cells that produced inclusions.
(TIF)

Author Contributions
Conceptualization: David R. Borchelt, Jacob I. Ayers.
Data curation: Anthony Crown, Eric Fagerli, David R. Borchelt, Jacob I. Ayers.
Formal analysis: Anthony Crown, Luke McAlary, David R. Borchelt, Jacob I. Ayers.
Funding acquisition: David R. Borchelt.
Investigation: Anthony Crown, Luke McAlary, Eric Fagerli, Hilda Brown, Jacob I. Ayers.
Methodology: Anthony Crown, Luke McAlary, Hilda Brown, Neil R. Cashman, David R.
Borchelt, Jacob I. Ayers.
Project administration: David R. Borchelt.
Resources: Luke McAlary, Hilda Brown, Justin J. Yerbury, Ahmad Galaleldeen, Neil R. Cashman, David R. Borchelt.
Supervision: David R. Borchelt, Jacob I. Ayers.
Validation: Anthony Crown, David R. Borchelt, Jacob I. Ayers.
Visualization: Anthony Crown, Eric Fagerli, Jacob I. Ayers.
Writing – original draft: Anthony Crown, David R. Borchelt, Jacob I. Ayers.
Writing – review & editing: Anthony Crown, Luke McAlary, Eric Fagerli, Hilda Brown, Justin
J. Yerbury, Ahmad Galaleldeen, Neil R. Cashman, David R. Borchelt, Jacob I. Ayers.

References
1.

Rosen DR, Siddique T, Patterson D, Figlewicz DA, Sapp P, Hentati A, et al. Mutations in Cu/Zn superoxide dismutase gene are associated with familial amyotrophic lateral sclerosis. Nature. 1993; 362: 59–
62. https://doi.org/10.1038/362059a0 PMID: 8446170

2.

McCord JM, Fridovich I. Superoxide dismutase. An enzymic function for erythrocuprein (hemocuprein).
J Biol Chem. 1969; 244: 6049–6055. PMID: 5389100

3.

Fridovich I. Superoxide dismutases. Adv Enzymol Relat Areas Mol Biol. 1974; 41: 35–97. https://doi.
org/10.1002/9780470122860.ch2 PMID: 4371571

4.

Abel O, Powell JF, Andersen PM, Al-Chalabi A. ALSoD: A user-friendly online bioinformatics tool for
amyotrophic lateral sclerosis genetics. Hum Mutat. 2012; 33: 1345–1351. https://doi.org/10.1002/
humu.22157 PMID: 22753137

5.

Prudencio M, Hart PJJ, Borchelt DRR, Andersen PMM. Variation in aggregation propensities among
ALS-associated variants of SOD1: correlation to human disease. Hum Mol Genet. 2009; 18: 3217–
3226. https://doi.org/10.1093/hmg/ddp260 PMID: 19483195

6.

Knibb JA, Keren N, Kulka A, Leigh PN, Martin S, Shaw CE, et al. A clinical tool for predicting survival in
ALS. J Neurol Neurosurg Psychiatry. 2016; 87: 1361–1367. https://doi.org/10.1136/jnnp-2015-312908
PMID: 27378085

PLOS ONE | https://doi.org/10.1371/journal.pone.0227655 January 30, 2020

16 / 21

Try32 in SOD1 and prion-like propagation

7.

Borchelt DRR, Lee MKK, Slunt HSS, Guarnieri M, Xu Z-SS, Wong PCC, et al. Superoxide dismutase 1
with mutations linked to familial amyotrophic lateral sclerosis possesses significant activity. Proc Natl
Acad Sci U S A. 1994; 91: 8292–8296. https://doi.org/10.1073/pnas.91.17.8292 PMID: 8058797

8.

Gurney ME, Pu H, Chiu AY, Canto MCD, Polchow CY, Alexander DD, et al. Motor neuron degeneration
in mice that express a human Cu,Zn superoxide dismutase mutation. Science. 1994; 264: 1772–1775.
https://doi.org/10.1126/science.8209258 PMID: 8209258

9.

Jonsson PA, Graffmo KS, Brannstrom T, Nilsson P, Andersen PM, Marklund SL. Motor neuron disease
in mice expressing the wild type-like D90A mutant superoxide dismutase-1. J Neuropathol Exp Neurol.
2006; 65: 1126–1136. https://doi.org/10.1097/01.jnen.0000248545.36046.3c PMID: 17146286

10.

Ratovitski T, Corson LB, Strain J, Wong P, Cleveland DW, Culotta VC, et al. Variation in the biochemical/biophysical properties of mutant superoxide dismutase 1 enzymes and the rate of disease progression in familial amyotrophic lateral sclerosis kindreds. Hum Mol Genet. 1999; 8: 1451–1460. https://doi.
org/10.1093/hmg/8.8.1451 PMID: 10400992

11.

Saccon RA, Bunton-Stasyshyn RKA, Fisher EMC, Fratta P. Is SOD1 loss of function involved in amyotrophic lateral sclerosis? Brain. 2013; 136: 2342–2358. https://doi.org/10.1093/brain/awt097 PMID:
23687121

12.

Cleveland DW, Laing N, Hurse PV, Brown RHJ. Toxic mutants in Charcot’s sclerosis. Nature. 1995;
378: 342–343. https://doi.org/10.1038/378342a0 PMID: 7477368

13.

Kerman A, Liu HN, Croul S, Bilbao J, Rogaeva E, Zinman L, et al. Amyotrophic lateral sclerosis is a
non-amyloid disease in which extensive misfolding of SOD1 is unique to the familial form. Acta Neuropathol. 2010; 119: 335–344. https://doi.org/10.1007/s00401-010-0646-5 PMID: 20111867

14.

Kato S, Sumi-Akamaru H, Fujimura H, Sakoda S, Kato M, Hirano A, et al. Copper chaperone for superoxide dismutase co-aggregates with superoxide dismutase 1 (SOD1) in neuronal Lewy body-like hyaline inclusions: an immunohistochemical study on familial amyotrophic lateral sclerosis with SOD1 gene
mutation. Acta Neuropathol. 2001; 102: 233–238. https://doi.org/10.1007/s004010000355 PMID:
11585247

15.

Tan CF, Piao YS, Hayashi S, Obata H, Umeda Y, Sato M, et al. Familial amyotrophic lateral sclerosis
with bulbar onset and a novel Asp101Tyr Cu/Zn superoxide dismutase gene mutation. Acta Neuropathol. 2004; 108: 332–336. https://doi.org/10.1007/s00401-004-0893-4 PMID: 15235802

16.

Takehisa Y, Ujike H, Ishizu H, Terada S, Haraguchi T, Tanaka Y, et al. Familial amyotrophic lateral sclerosis with a novel Leu126Ser mutation in the copper/zinc superoxide dismutase gene showing mild clinical features and lewy body-like hyaline inclusions. Arch Neurol. 2001; 58: 736–740. https://doi.org/10.
1001/archneur.58.5.736 PMID: 11346368

17.

Suzuki M, Svendsen CN. Combining growth factor and stem cell therapy for amyotrophic lateral sclerosis. Trends Neurosci. 2008; 31: 192–198. https://doi.org/10.1016/j.tins.2008.01.006 PMID: 18329734

18.

Sasaki S, Ohsawa Y, Yamane K, Sakuma H, Shibata N, Nakano R, et al. Familial amyotrophic lateral
sclerosis with widespread vacuolation and hyaline inclusions. Neurology. 1998; 51: 871–873. https://
doi.org/10.1212/wnl.51.3.871 PMID: 9748044

19.

Shaw CE, Enayat ZE, Powell JF, Anderson VE, Radunovic A, al-Sarraj S, et al. Familial amyotrophic lateral sclerosis. Molecular pathology of a patient with a SOD1 mutation. Neurology. 1997; 49: 1612–
1616. https://doi.org/10.1212/wnl.49.6.1612 PMID: 9409355

20.

Kokubo Y, Kuzuhara S, Narita Y, Kikugawa K, Nakano R, Inuzuka T, et al. Accumulation of neurofilaments and SOD1-immunoreactive products in a patient with familial amyotrophic lateral sclerosis with
I113T SOD1 mutation. Arch Neurol. 1999; 56: 1506–1508. https://doi.org/10.1001/archneur.56.12.
1506 PMID: 10593307

21.

Sabado J, Casanovas A, Hernandez S, Piedrafita L, Hereu M, Esquerda JE. Immunodetection of disease-associated conformers of mutant cu/zn superoxide dismutase 1 selectively expressed in degenerating neurons in amyotrophic lateral sclerosis. J Neuropathol Exp Neurol. 2013; 72: 646–661. https://
doi.org/10.1097/NEN.0b013e318297fd10 PMID: 23771221

22.

Nakamura S, Wate R, Kaneko S, Ito H, Oki M, Tsuge A, et al. An autopsy case of sporadic amyotrophic
lateral sclerosis associated with the I113T SOD1 mutation. Neuropathology. 2014; 34: 58–63. https://
doi.org/10.1111/neup.12049 PMID: 23773010

23.

Steinacker P, Berner C, Thal DR, Attems J, Ludolph AC, Otto M. Protease-resistant SOD1 aggregates
in amyotrophic lateral sclerosis demonstrated by paraffin-embedded tissue (PET) blot. Acta Neuropathol Commun. 2014; 2: 130. https://doi.org/10.1186/s40478-014-0130-x PMID: 25159221

24.

Hineno A, Nakamura A, Shimojima Y, Yoshida K, Oyanagai K, Ikeda S. Distinctive clinicopathological
features of 2 large families with amyotrophic lateral sclerosis having L106V mutation in SOD1 gene. J
Neurol Sci. 2012; 319: 63–74. https://doi.org/10.1016/j.jns.2012.05.014 PMID: 22647583

25.

Ohi T, Nabeshima K, Kato S, Yazawa S, Takechi S. Familial amyotrophic lateral sclerosis with His46Arg
mutation in Cu/Zn superoxide dismutase presenting characteristic clinical features and Lewy body-like

PLOS ONE | https://doi.org/10.1371/journal.pone.0227655 January 30, 2020

17 / 21

Try32 in SOD1 and prion-like propagation

hyaline inclusions. J Neurol Sci. 2004; 225: 19–25. https://doi.org/10.1016/j.jns.2004.06.008 PMID:
15465081
26.

Jonsson PA, Bergemalm D, Andersen PM, Gredal O, Brannstrom T, Marklund SL. Inclusions of amyotrophic lateral sclerosis-linked superoxide dismutase in ventral horns, liver, and kidney. Ann Neurol.
2008; 63: 671–675. https://doi.org/10.1002/ana.21356 PMID: 18409196

27.

Shibata N, Hirano A, Kobayashi M, Siddique T, Deng HX, Hung WY, et al. Intense superoxide dismutase-1 immunoreactivity in intracytoplasmic hyaline inclusions of familial amyotrophic lateral sclerosis
with posterior column involvement. J Neuropathol Exp Neurol. 1996; 55: 481–490. https://doi.org/10.
1097/00005072-199604000-00011 PMID: 8786408

28.

Shibata N, Asayama K, Hirano A, Kobayashi M. Immunohistochemical study on superoxide dismutases
in spinal cords from autopsied patients with amyotrophic lateral sclerosis. Dev Neurosci. 1996; 18: 492–
498. https://doi.org/10.1159/000111445 PMID: 8940623

29.

Jonsson PA, Ernhill K, Andersen PM, Bergemalm D, Brannstrom T, Gredal O, et al. Minute quantities of
misfolded mutant superoxide dismutase-1 cause amyotrophic lateral sclerosis. Brain. 2004; 127: 73–
88. https://doi.org/10.1093/brain/awh005 PMID: 14534160

30.

Johnston JA, Dalton MJ, Gurney ME, Kopito RR. Formation of high molecular weight complexes of
mutant Cu, Zn-superoxide dismutase in a mouse model for familial amyotrophic lateral sclerosis. Proc
Natl Acad Sci U S A. 2000; 97: 12571–12576. https://doi.org/10.1073/pnas.220417997 PMID:
11050163

31.

Shinder GA, Lacourse MC, Minotti S, Durham HD. Mutant Cu/Zn-superoxide dismutase proteins have
altered solubility and interact with heat shock/stress proteins in models of amyotrophic lateral sclerosis.
J Biol Chem. 2001; 276: 12791–12796. Available: http://www.jbc.org/cgi/content/abstract/276/16/
12791 https://doi.org/10.1074/jbc.M010759200 PMID: 11278741

32.

Wang J, Xu G, Borchelt DR. High molecular weight complexes of mutant superoxide dismutase 1: agedependent and tissue-specific accumulation. Neurobiol Dis. 2002; 9: 139–148. https://doi.org/10.1006/
nbdi.2001.0471 PMID: 11895367

33.

Elam JS, Taylor AB, Strange R, Antonyuk S, Doucette PA, Rodriguez JA, et al. Amyloid-like filaments
and water-filled nanotubes formed by SOD1 mutant proteins linked to familial ALS. Nat Struct Biol.
2003; 10: 461–467. https://doi.org/10.1038/nsb935 PMID: 12754496

34.

Wang J, Xu G, Slunt HHH, Gonzales V, Coonfield M, Fromholt D, et al. Coincident thresholds of mutant
protein for paralytic disease and protein aggregation caused by restrictively expressed superoxide dismutase cDNA. Neurobiol Dis. 2005; 20: 943–952. https://doi.org/10.1016/j.nbd.2005.06.005 PMID:
16046140

35.

Ayers JI, Fromholt S, Koch M, DeBosier A, McMahon B, Xu G, et al. Experimental transmissibility of
mutant SOD1 motor neuron disease. Acta Neuropathol. 2014; 128: 791–803. https://doi.org/10.1007/
s00401-014-1342-7 PMID: 25262000

36.

Sea K, Sohn SH, Durazo A, Sheng Y, Shaw BF, Cao X, et al. Insights into the role of the unusual disulfide bond in copper-zinc superoxide dismutase. J Biol Chem. 2015; 290: 2405–2418. https://doi.org/10.
1074/jbc.M114.588798 PMID: 25433341

37.

Bosco DA, Morfini G, Karabacak NM, Song Y, Gros-Louis F, Pasinelli P, et al. Wild-type and mutant
SOD1 share an aberrant conformation and a common pathogenic pathway in ALS. Nat Neurosci. 2010;
13: 1396–1403. https://doi.org/10.1038/nn.2660 PMID: 20953194

38.

Grad LI, Yerbury JJ, Turner BJ, Guest WC, Pokrishevsky E, O’Neill MA, et al. Intercellular propagated
misfolding of wild-type Cu/Zn superoxide dismutase occurs via exosome-dependent and -independent
mechanisms. Proc Natl Acad Sci U S A. 2014; 111: 3620–3625. https://doi.org/10.1073/pnas.
1312245111 PMID: 24550511

39.

Forsberg K, Jonsson PA, Andersen PM, Bergemalm D, Graffmo KS, Hultdin M, et al. Novel antibodies
reveal inclusions containing non-native SOD1 in sporadic ALS patients. PLoSONE. 2010; 5: e11552.

40.

Brotherton TE, Li Y, Cooper D, Gearing M, Julien JP, Rothstein JD, et al. Localization of a toxic form of
superoxide dismutase 1 protein to pathologically affected tissues in familial ALS. Proc Natl Acad Sci U
S A. 2012; 109: 5505–5510. https://doi.org/10.1073/pnas.1115009109 PMID: 22431618

41.

Ayers JI, Xu G, Pletnikova O, Troncoso JCC, Hart PJJ, Borchelt DRR. Conformatonal specificity of the
C4F6 SOD1 antibody; low frequency of reactivity in sporadic ALS cases. Acta Neuropathol Commun.
2014; 2: 55. https://doi.org/10.1186/2051-5960-2-55 PMID: 24887207

42.

Da Cruz S, Bui A, Saberi S, Lee SK, Stauffer J, McAlonis-Downes M, et al. Misfolded SOD1 is not a primary component of sporadic ALS. Acta Neuropathol. 2017; 134: 97–111. https://doi.org/10.1007/
s00401-017-1688-8 PMID: 28247063

43.

Ciryam P, Lambert-Smith IA, Bean DM, Freer R, Cid F, Tartaglia GG, et al. Spinal motor neuron protein
supersaturation patterns are associated with inclusion body formation in ALS. Proc Natl Acad Sci U S
A. 2017; 114: E3935–E3943. https://doi.org/10.1073/pnas.1613854114 PMID: 28396410

PLOS ONE | https://doi.org/10.1371/journal.pone.0227655 January 30, 2020

18 / 21

Try32 in SOD1 and prion-like propagation

44.

Rakhit R, Cunningham P, Furtos-Matei A, Dahan S, Qi XF, Crow JP, et al. Oxidation-induced misfolding
and aggregation of superoxide dismutase and its implications for amyotrophic lateral sclerosis. J Biol
Chem. 2002; 277: 47551–47556. https://doi.org/10.1074/jbc.M207356200 PMID: 12356748

45.

Furukawa Y, O’Halloran TV. Amyotrophic lateral sclerosis mutations have the greatest destabilizing
effect on the apo- and reduced form of SOD1, leading to unfolding and oxidative aggregation. J Biol
Chem. 2005; 280: 17266–17274. https://doi.org/10.1074/jbc.M500482200 PMID: 15691826

46.

DiDonato M, Craig L, Huff ME, Thayer MM, Cardoso RM, Kassmann CJ, et al. ALS mutants of human
superoxide dismutase form fibrous aggregates via framework destabilization. J Mol Biol. 2003; 332:
601–615. https://doi.org/10.1016/s0022-2836(03)00889-1 PMID: 12963370

47.

Banci L, Bertini I, Boca M, Girotto S, Martinelli M, Valentine JS, et al. SOD1 and amyotrophic lateral
sclerosis: mutations and oligomerization. PLoS One. 2008; 3: e1677. https://doi.org/10.1371/journal.
pone.0001677 PMID: 18301754

48.

Furukawa Y, Kaneko K, Yamanaka K, Nukina N. Mutation-dependent polymorphism of Cu,Zn-superoxide dismutase aggregates in the familial form of amyotrophic lateral sclerosis. J Biol Chem. 2010; 285:
22221–22231. https://doi.org/10.1074/jbc.M110.113597 PMID: 20404329

49.

Pratt AJ, Shin DS, Merz GE, Rambo RP, Lancaster WA, Dyer KN, et al. Aggregation propensities of
superoxide dismutase G93 hotspot mutants mirror ALS clinical phenotypes. Proc Natl Acad Sci U S A.
2014; 111: E4568–76. https://doi.org/10.1073/pnas.1308531111 PMID: 25316790

50.

Abdolvahabi A, Shi Y, Rhodes NR, Cook NP, Marti AA, Shaw BF. Arresting amyloid with coulomb’s law:
acetylation of ALS-linked SOD1 by aspirin impedes aggregation. Biophys J. 2015; 108: 1199–1212.
https://doi.org/10.1016/j.bpj.2015.01.014 PMID: 25762331

51.

Furukawa Y, Anzai I, Akiyama S, Imai M, Cruz FJ, Saio T, et al. Conformational Disorder of the Most
Immature Cu, Zn-Superoxide Dismutase Leading to Amyotrophic Lateral Sclerosis. J Biol Chem. 2016;
291: 4144–4155. https://doi.org/10.1074/jbc.M115.683763 PMID: 26694608

52.

Abdolvahabi A, Shi Y, Chuprin A, Rasouli S, Shaw BF. Stochastic Formation of Fibrillar and Amorphous
Superoxide Dismutase Oligomers Linked to Amyotrophic Lateral Sclerosis. ACS Chem Neurosci. 2016;
7: 799–810. https://doi.org/10.1021/acschemneuro.6b00048 PMID: 26979728

53.

Chattopadhyay M, Durazo A, Sohn SH, Strong CD, Gralla EB, Whitelegge JP, et al. Initiation and elongation in fibrillation of ALS-linked superoxide dismutase. Proc Natl Acad Sci U S A. 2008; 105: 18663–
18668. https://doi.org/10.1073/pnas.0807058105 PMID: 19022905

54.

Chattopadhyay M, Nwadibia E, Strong CD, Gralla EB, Valentine JS, Whitelegge JP. The Disulfide
Bond, but Not Zinc or Dimerization, Controls Initiation and Seeded Growth in Amyotrophic Lateral Sclerosis-linked Cu,Zn Superoxide Dismutase (SOD1) Fibrillation. J Biol Chem. 2015; 290: 30624–30636.
https://doi.org/10.1074/jbc.M115.666503 PMID: 26511321

55.

Ivanova MI, Sievers SA, Guenther EL, Johnson LM, Winkler DD, Galaleldeen A, et al. Aggregation-triggering segments of SOD1 fibril formation support a common pathway for familial and sporadic ALS.
Proc Natl Acad Sci U S A. 2014; 111: 197–201. https://doi.org/10.1073/pnas.1320786110 PMID:
24344300

56.

Graffmo KS, Forsberg K, Bergh J, Birve A, Zetterstrom P, Andersen PM, et al. Expression of wild-type
human superoxide dismutase-1 in mice causes amyotrophic lateral sclerosis. Hum Mol Genet. 2013;
22: 51–60. https://doi.org/10.1093/hmg/dds399 PMID: 23026746

57.

Grad LI, Guest WC, Yanai A, Pokrishevsky E, O’Neill MA, Gibbs E, et al. Intermolecular transmission of
superoxide dismutase 1 misfolding in living cells. Proc Natl Acad Sci U S A. 2011; 108: 16398–16403.
https://doi.org/10.1073/pnas.1102645108 PMID: 21930926

58.

Rutherford NJ, Zhang YJ, Baker M, Gass JM, Finch NA, Xu YF, et al. Novel mutations in TARDBP
(TDP-43) in patients with familial amyotrophic lateral sclerosis. PLoS Genet. 2008; 4: e1000193. https://
doi.org/10.1371/journal.pgen.1000193 PMID: 18802454

59.

Maniecka Z, Polymenidou M. From nucleation to widespread propagation: A prion-like concept for ALS.
Virus Res. 2015; 207: 94–105. https://doi.org/10.1016/j.virusres.2014.12.032 PMID: 25656065

60.

Vassall KA, Stubbs HR, Primmer HA, Tong MS, Sullivan SM, Sobering R, et al. Decreased stability and
increased formation of soluble aggregates by immature superoxide dismutase do not account for disease severity in ALS. Proc Natl Acad Sci U S A. 2011; 108: 2210–2215. https://doi.org/10.1073/pnas.
0913021108 PMID: 21257910

61.

Munch C, Bertolotti A. Exposure of hydrophobic surfaces initiates aggregation of diverse ALS-causing
superoxide dismutase-1 mutants. J Mol Biol. 2010; 399: 512–525. https://doi.org/10.1016/j.jmb.2010.
04.019 PMID: 20399791

62.

Hwang YM, Stathopulos PB, Dimmick K, Yang H, Badiei HR, Tong MS, et al. Nonamyloid aggregates
arising from mature copper/zinc superoxide dismutases resemble those observed in amyotrophic lateral
sclerosis. J Biol Chem. 2010; 285: 41701–41711. https://doi.org/10.1074/jbc.M110.113696 PMID:
20974846

PLOS ONE | https://doi.org/10.1371/journal.pone.0227655 January 30, 2020

19 / 21

Try32 in SOD1 and prion-like propagation

63.

Chia R, Tattum MH, Jones S, Collinge J, Fisher EMC, Jackson GS. Superoxide dismutase 1 and
tgSOD1 mouse spinal cord seed fibrils, suggesting a propagative cell death mechanism in amyotrophic
lateral sclerosis. PLoS One. 2010; 5: e10627. https://doi.org/10.1371/journal.pone.0010627 PMID:
20498711

64.

Ayers JI, McMahon B, Gill S, Lelie HL, Fromholt S, Brown H, et al. Relationship between mutant Cu/Zn
superoxide dismutase 1 maturation and inclusion formation in cell models. J Neurochem. 2017; 140:
140–150. https://doi.org/10.1111/jnc.13864 PMID: 27727458

65.

Ayers JI, Diamond J, Sari A, Fromholt S, Galaleldeen A, Ostrow LW, et al. Distinct conformers of transmissible misfolded SOD1 distinguish human SOD1-FALS from other forms of familial and sporadic
ALS. Acta Neuropathol. 2016; 132: 827–840. https://doi.org/10.1007/s00401-016-1623-4 PMID:
27704280

66.

Bidhendi EE, Bergh J, Zetterstrom P, Andersen PM, Marklund SL, Brannstrom T. Two superoxide dismutase prion strains transmit amyotrophic lateral sclerosis-like disease. J Clin Invest. 2016; 126: 2249–
2253. https://doi.org/10.1172/JCI84360 PMID: 27140399

67.

Taylor DM, Gibbs BF, Kabashi E, Minotti S, Durham HD, Agar JN. Tryptophan 32 potentiates aggregation and cytotoxicity of a copper/zinc superoxide dismutase mutant associated with familial amyotrophic
lateral sclerosis. J Biol Chem. 2007; 282: 16329–16335. https://doi.org/10.1074/jbc.M610119200
PMID: 17389599

68.

DuVal MG, Hinge VK, Snyder N, Kanyo R, Bratvold J, Pokrishevsky E, et al. Tryptophan 32 mediates
SOD1 toxicity in a in vivo motor neuron model of ALS and is a promising target for small molecule therapeutics. Neurobiol Dis. 2019; 124: 297–310. https://doi.org/10.1016/j.nbd.2018.11.025 PMID: 30528257

69.

Pokrishevsky E, McAlary L, Farrawell NE, Zhao B, Sher M, Yerbury JJ, et al. Tryptophan 32-mediated
SOD1 aggregation is attenuated by pyrimidine-like compounds in living cells. Sci Rep. 2018; 8: 15590.
https://doi.org/10.1038/s41598-018-32835-y PMID: 30349065

70.

Karch CM, Borchelt DR. A limited role for disulfide cross-linking in the aggregation of mutant SOD1
linked to familial amyotrophic lateral sclerosis. J Biol Chem. 2008; 283.

71.

Roberts BLTL, Patel K, Brown HHH, Borchelt DRR. Role of disulfide cross-linking of mutant SOD1 in
the formation of inclusion-body-like structures. PLoS One. 2012; 7: e47838. https://doi.org/10.1371/
journal.pone.0047838 PMID: 23118898

72.

Cozzolino M, Amori I, Pesaresi MG, Ferri A, Nencini M, Carri MT. Cysteine 111 affects aggregation and
cytotoxicity of mutant Cu,Zn-superoxide dismutase associated with familial amyotrophic lateral sclerosis. J Biol Chem. 2008; 283: 866–874. https://doi.org/10.1074/jbc.M705657200 PMID: 18006498

73.

Pokrishevsky E, Hong RH, Mackenzie IR, Cashman NR. Spinal cord homogenates from SOD1 familial
amyotrophic lateral sclerosis induce SOD1 aggregation in living cells. PLoS One. 2017; 12: e0184384.
https://doi.org/10.1371/journal.pone.0184384 PMID: 28877271

74.

Mizushima S, Nagata S. pEF-BOS, a powerful mammalian expression vector. Nucleic Acids Res. 1990;
18: 5322. https://doi.org/10.1093/nar/18.17.5322 PMID: 1698283

75.

Lindberg MJ, Tibell L, Oliveberg M. Common denominator of Cu/Zn superoxide dismutase mutants
associated with amyotrophic lateral sclerosis: Decreased stability of the apo state. Proc Natl Acad Sci.
2002; 99: 16607–16612. Available: http://www.pnas.org/cgi/content/abstract/99/26/16607 https://doi.
org/10.1073/pnas.262527099 PMID: 12482932

76.

McAlary L, Aquilina JA, Yerbury JJ. Susceptibility of Mutant SOD1 to Form a Destabilized Monomer
Predicts Cellular Aggregation and Toxicity but Not In vitro Aggregation Propensity. Front Neurosci.
2016; 10: 499. https://doi.org/10.3389/fnins.2016.00499 PMID: 27867347

77.

Doucette PA, Whitson LJ, Cao X, Schirf V, Demeler B, Valentine JS, et al. Dissociation of human copper-zinc superoxide dismutase dimers using chaotrope and reductant. Insights into the molecular basis
for dimer stability. J Biol Chem. 2004; 279: 54558–54566. https://doi.org/10.1074/jbc.M409744200
PMID: 15485869

78.

Wang J, Farr GW, Zeiss CJ, Rodriguez-Gil DJ, Wilson JH, Furtak K, et al. Progressive aggregation
despite chaperone associations of a mutant SOD1-YFP in transgenic mice that develop ALS. Proc Natl
Acad Sci U S A. 2009; 106: 1392–1397. https://doi.org/10.1073/pnas.0813045106 PMID: 19171884

79.

Qualls DAA, Prudencio M, Roberts BLL, Crosby K, Brown H, Borchelt DRR. Features of wild-type
human SOD1 limit interactions with misfolded aggregates of mouse G86R Sod1. Mol Neurodegener.
2013; 8: 46. https://doi.org/10.1186/1750-1326-8-46 PMID: 24341866

80.

Qualls DA, Crosby K, Brown H, Borchelt DR. An analysis of interactions between fluorescently-tagged
mutant and wild-type SOD1 in intracellular inclusions. PLoS One. 2013; 8: e83981. https://doi.org/10.
1371/journal.pone.0083981 PMID: 24391857

81.

Crown AM, Roberts BL, Crosby K, Brown H, Ayers JI, Hart PJ, et al. Experimental Mutations in Superoxide Dismutase 1 Provide Insight into Potential Mechanisms Involved in Aberrant Aggregation in
Familial Amyotrophic Lateral Sclerosis. G3 (Bethesda). 2019; 9: 719–728.

PLOS ONE | https://doi.org/10.1371/journal.pone.0227655 January 30, 2020

20 / 21

Try32 in SOD1 and prion-like propagation

82.

Prudencio M, Borchelt DR. Superoxide dismutase 1 encoding mutations linked to ALS adopts a spectrum of misfolded states. MolNeurodegener. 2011; 6: 77.

83.

Urushitani M, Ezzi SA, Julien JP. Therapeutic effects of immunization with mutant superoxide dismutase in mice models of amyotrophic lateral sclerosis. Proc Natl Acad Sci U S A. 2007; 104: 2495–2500.
https://doi.org/10.1073/pnas.0606201104 PMID: 17277077

84.

Rotunno MS, Auclair JR, Maniatis S, Shaffer SA, Agar J, Bosco DA. Identification of a Misfolded Region
in Superoxide Dismutase 1 that is Exposed in Amyotrophic Lateral Sclerosis. J Biol Chem. 2014; 289:
28257–38.

85.

Oztug Durer ZA, Cohlberg JA, Dinh P, Padua S, Ehrenclou K, Downes S, et al. Loss of metal ions, disulfide reduction and mutations related to familial ALS promote formation of amyloid-like aggregates from
superoxide dismutase. PLoS One. 2009; 4: e5004. https://doi.org/10.1371/journal.pone.0005004
PMID: 19325915

86.

Lang L, Kurnik M, Danielsson J, Oliveberg M. Fibrillation precursor of superoxide dismutase 1 revealed
by gradual tuning of the protein-folding equilibrium. Proc Natl Acad Sci U S A. 2012; 109: 17868–17873.
https://doi.org/10.1073/pnas.1201795109 PMID: 22797895

87.

Bergh J, Zetterstrom P, Andersen PM, Brannstrom T, Graffmo KS, Jonsson PA, et al. Structural and
kinetic analysis of protein-aggregate strains in vivo using binary epitope mapping. Proc Natl Acad Sci U
S A. 2015; 112: 4489–4494. https://doi.org/10.1073/pnas.1419228112 PMID: 25802384

88.

Coelho FR, Iqbal A, Linares E, Silva DF, Lima FS, Cuccovia IM, et al. Oxidation of the tryptophan 32
residue of human superoxide dismutase 1 caused by its bicarbonate-dependent peroxidase activity triggers the non-amyloid aggregation of the enzyme. J Biol Chem. 2014; 289: 30690–30701. https://doi.
org/10.1074/jbc.M114.586370 PMID: 25237191

89.

Ray SS, L PT Jr. A possible therapeutic target for Lou Gehrig’s disease. Proc Natl Acad Sci U S A.
2004; 101: 5701–5702. https://doi.org/10.1073/pnas.0401934101 PMID: 15079068

90.

Nagano S, Takahashi Y, Yamamoto K, Masutani H, Fujiwara N, Urushitani M, et al. A cysteine residue
affects the conformational state and neuronal toxicity of mutant SOD1 in mice: relevance to the pathogenesis of ALS. Hum Mol Genet. 2015; 24: 3427–3439. https://doi.org/10.1093/hmg/ddv093 PMID:
25762155

91.

Stevens JC, Chia R, Hendriks WT, Bros-Facer V, van M J, Martin JE, et al. Modification of superoxide
dismutase 1 (SOD1) properties by a GFP tag—implications for research into amyotrophic lateral sclerosis (ALS). PLoSONE. 2010; 5: e9541.

PLOS ONE | https://doi.org/10.1371/journal.pone.0227655 January 30, 2020

21 / 21

